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AEGHSRIiHDSKGQTKIiLQliliTTKSEQWKPSPIAS 
ADGQSRIiHDSKGQTKIiLQLMTKSEQMEPSPIiAS 
AEGHS RIiHD SKGQTKIiIiQLIfTTKS EQMEP S PLP S 
AENQRGPLESKGHKKItLQLIiTCS SEDRGHS SI»TN 
AENQRGPI<ESKGHKKIiIiQIiI,TCSSDDRGHSSLTN 
SEXPRGPIiESKGHKKLLQLIiTCS S EDRGHS S LTN 
SEGDSKY --SQTSHKIiVQIJjTTTAEQQLRHADID 
S ... . KIihQXitiT,. 

PGSTHGTSIiKEKHKIXiHRIiljQDSSSPVDIiAKIiTA 
SGSTHGTSLKEKHKIIiHRIiIiQDSS SPVDIiAKLTA 
PGS THGT S LKEKHK IIiHRLLQD S S S P VDIiAKItTA 
TSNraGSLIiQEKHRlLHaEOjliQNGN 



TSNVHGSliLQEKiroiijHKlifiNGNS PAEVAKITA 
TCPS SHSSLTERHKILH^ 

* • * • • * . Vii • E+H^IJUH+IiliQ ; . . SP . -h . . n ; . 

EPASPKKKE NAIiI^RYLtiDiCDPTKDIGIiPEIT 

EPVSPKKKE- - -N^IiRYIiIJ?ropTK»IGLPSI 

EPASPKKKE- - -NA2&^^ 

EQIiSPl<^E--N^A£I^^ 

EQLSPK3K^- -NNM4^ 

EQLSPKKKE- -ITOAI^RYIi^ 

EIiDAAKKKESKDH^ 

E* ♦ • . KKKE. . . . .I&RYLLD+V- • . * . .h. 



Overall Consensus (SEQ ID NO: 1) 
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NR-boxl 

residues 15-21 
SEQ ID NO: 5 



NR-box2 

residues 15-21 
SEQ ID NO: 6 



NRb 1,2,3 KLLQLLT .ILHRLLQ 

NRb 1,2 KLLQLLT . .ILHRLLQ 

NRb 1,3 KLLQLLT AAHRAAQ 

NRb 1 KLLQLLT , AAHRAAQ 



NR box3 

residues 15-21 
SEQ ID NO: 7 

.LLRYLLD 
AARAAAD 
.LLRYLLD 
.AARAAAD 



BEST AVAILABLE COPY 
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Peptide (pM) 



• residues 11-23 EKHK 
A residues 7-24 TSLKEKHK 




of SEQ ID No: 6 



FIGURE 10b 




Residues 12-17 
Residues 8-24 
Residues 5-24 

of SEQ ID No: 7 



KENA 
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DKDDTKD 



FIGURE 10c 




FIGURE 11a 




NR-interaction domain: 

NRb 1,2 
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L690A/L694A 
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ALHRLL 
IAHRLL 
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Peptide (pM) 



Residues 12-24 SEQ ID No: 6 

NR-Box 2 peptide: KHK | ILLHRLL | QDSS 



M ILHRLL 
□ AAHRLL 
O IIAALL 
A ILHRAA 
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Peptide (pM) 



Residues 12-24 SEQ ID No: 6 
NR-Box 2 peptide: KHK | ILLHRLL 



QDSS 



M ILHRLL 

• FLHRLL 

□ IFHRLL 

O ILHRFL 

A ILHRLF 





BEST AVAILABLE COP % 



